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Background: DOR/TP53INP2 acts both at the chromosomal level as a nuclear co-factor e.g. for the thyroid
hormone receptor and at the extrachromosomal level as an organizing factor of the autophagosome. In a previous
study, DOR was shown to be down-regulated in skeletal muscle of obese diabetic Zucker fa/fa rats.
Methods: To identify sites of differential DOR expression in metabolically active tissues, we measured differences in
DOR expression in white adipose tissue (WAT), brown adipose tissue (BAT), skeletal muscle (SM) and heart muscle
(HM) by qPCR. To assess whether DOR expression is influenced in the short term by nutritional factors, NMRI mice
were fed different fat rich diets (fat diet, FD: 18% or high fat diet, HFD: 80% fat) for one week and DOR expression
was compared to NMRI mice fed a control diet (normal diet, ND: 3.3% fat). Additionally, DOR expression was
measured in young (45 days old) and adult (100 days old) genetically obese (DU6/DU6i) mice and compared to
control (DUKs/DUKsi) animals.
Results: ANOVA results demonstrate a significant influence of diet, tissue type and sex on DOR expression in
adipose and muscle tissues of FD and HFD mice. In SM, DOR expression was higher in HFD than in FD male mice.
In WAT, DOR expression was increased compared to BAT in male FD and HFD mice. In contrast, expression levels in
female mice were higher in BAT for both dietary conditions.
DOR expression levels in all tissues of 100 days old genetically obese animals were mainly influenced by sex. In HM,
DOR expression was higher in male than female animals.
Conclusions: DOR expression varies under the influence of dietary fat content, tissue type and sex. We identified
target tissues for further studies to analyze the specific function of DOR in obesity. DOR might be part of a defense
mechanism against fat storage in high fat diets or obesity.
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Obesity is characterized by an increase of adipose tissue
caused by over-nutrition, genetic factors or a combination
of both. The two types of adipose tissue in mammals, white
adipose tissue (WAT) and brown adipose tissue (BAT)
show great differences in cell structure and function.* Correspondence: cfromm@gwdg.de
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distribution, and reproduction in any mediumWATacts as storage site for fat in the form of triglycer-
ides and it is also known as a key endocrine organ releas-
ing a great number of cytokines, referred to as
adipokines, and other molecules that have both local and
general effects. About 15% of total body weight consists
of WAT in normal weight subjects, which can increase
up to 40% in obese humans [1]. BAT, on the other hand,
has thermogenic capacity in rodents and humans. BAT
is rich in mitochondria and the BAT-specific protein
UCP1 (uncoupling protein-1), which accomplishes en-
ergy dissipation by uncoupling the respiratory chained Central Ltd. This is an Open Access article distributed under the terms of the
/creativecommons.org/licenses/by/2.0), which permits unrestricted use,
, provided the original work is properly cited.
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in [1-4]).
Besides adipose tissue, muscle tissue takes an import-
ant part in body composition. Skeletal muscle (SM)
composes 35% – 50% of body mass. Significant quan-
tities of plasma fatty acids, either for energy production
by fat oxidation or for storage are taken up by SM
(reviewed in [5-7]).
Thyroid hormones (THs) regulate metabolism and
function of adipose and muscle tissue. They act as
pleiotropic factors during development by regulating
genes involved in differentiation [1]. Furthermore, THs
play an important role in lipid mobilization, lipid deg-
radation, fatty acid oxidation, and glucose metabolism
[8]. THs influence the expression of a number of genes
involved in lipid and glucose metabolism by direct or
indirect effects [8]. In addition, THs stimulate muscle
development and differentiation through activation of
myogenin and myotube formation in muscle cells [9].
Until the 1980s, THs were used as agents for anti-
obesity treatment due to their increasing effect on
metabolic rate. However, they show severe side-effects
e.g. cardiac acceleration, muscle loss, and other symp-
toms of thyrotoxicosis. As an alternative, Grover et al.
(2007) reviewed the possibility to use the two sub-
groups of thyroid hormone receptor activators, namely
TRα and TRβ [10]. Their specific activation might
allow reduction of obesity without the common side-
effects of THs [10]. This may be achieved by use of
selective molecules or by specific activation of modula-
tors of TH receptors.
DOR (Diabetes and Obesity Related), also called
TP53INP2 (Tumor Protein 53 Inducible Nuclear Protein
2), interacts with thyroid hormone receptor α1 (TRα1)
enhancing its transcriptional activity. Expression of DOR
was shown to be highly reduced in skeletal muscle of
obese diabetic fa/fa Zucker rats [9]. DOR knock-down in
cultured muscle cells induced to differentiate into ma-
ture muscle cells, led to delayed muscle cell differenti-
ation by attenuating expression of myogenin and other
TH controlled genes [9]. Effects of DOR on differenti-
ation were also shown in osteoblasts [11]. In liver, DOR
is abundantly expressed and in acute-phase reaction it is
down-regulated together with other activating factors of
the TH signaling system. TRα2, which blocks transacti-
vation of TH controlled genes, is up-regulated in these
conditions pinpointing the activating role of DOR in
the context of the TH system [12]. Mauvezin et al.
(2010) demonstrated involvement of mammalian and
Drosophila DOR in stimulation of the autophagosome
formation [13]. Autophagy has been shown to play a role
in adipogenesis and fat accumulation [14]. Dysregulation
of autophagy may cause impaired insulin sensitivity in
obesity [15].For the analysis of the role of DOR in the pathophysi-
ology of obesity, as an initial step, we determined DOR
expression changes in obese mice in comparison to lean
animals. For this, DU6 and DUKs mouse strains as well
as their inbred lines were used. The mouse strain DU6
was established by selection for high body weight for 70
generations, while the mouse strain DUKs is an unse-
lected, randomly mated control line [16,17].
We hypothesized that DOR might influence adipogen-
esis as it influences myogenesis having an immediate ef-
fect, which requires immediate adaptation of expression.
Therefore, we not only used the genetic long-term
model, but also selected a short-term animal model
using NMRI mice fed different types of fat rich diets to
investigate short-term effects of HFD on DOR expres-
sion in muscle and fat tissues.
Methods
Ethics statement
All procedures were done in accordance with the
German Animal Protection Law. Formal approval of the
experiment is documented by the approval number
“LALLF M-V/TSD/7221.3-1.2-037/06” from the ethical
committee of Mecklenburg-Vorpommern under presi-
dency of Dr. Krey.
According to the German law (TierSchG) approval by
a named review board was not required.
Animals and tissues
For the feeding experiment using either a fat diet (FD;
18% fat), a high fat diet (HFD; 80% fat) or a normal fat
diet (ND; 3.3% fat), male and female NMRI mice were
housed and bred at the mouse facility of the FBN,
Dummerstorf, Germany. Mice were housed in a semi-
barrier system. Air was exchanged 12 times per hour
and coarsely filtered. The room temperature was be-
tween 22.4 and 22.7°C, humidity between 50 and 60%
and a 12 L:12D light cycle was applied.
After one week, animals were sacrificed: white (gonadal
fat) and brown fat, skeletal muscle tissue (Musculus
quadriceps femoris) and heart muscle tissue were taken
and shock frozen in liquid nitrogen. Before starting the
feeding experiments, NMRI mice were fed a standard ro-
dent diet (starch 36.5%, protein 19.0%, fat 3.3% [source:
mainly grain and small quantities of soy], raw fiber 4.9%,
ash 6.4%, metabolizable energy: 12.8 MJ/kg; Ssniff, Soest,
Germany; catalogue number V1534-0) and water ad
libitum until the age of 40 days. The FD (polysaccharides
30.4%, disaccharides 11.1%, protein 17.6%, fat 18.0%
[source: sun flower oil], raw fiber 3.8%, ash 5.9%,
metabolizable energy: 17.2 MJ/kg; Altromin, Lage,
Germany; catalogue number C1057) and the HDF (starch
0.6%, protein 8.0%, fat 79.2% [source: lard], raw fiber
5.0%, ash 4.5%, metabolizable energy: 28.6 MJ/kg; Ssniff,
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administered to experimental animals for one week ad
libitum. Fat composition between standard diet and FD
was highly similar containing high amounts of unsatur-
ated fatty acids, while HFD contained mainly saturated
fatty acids. Age matched animals on normal fat diet ND
were used as control (animals used are described in
Table 1, the study design is outlined in Figure 1). The
mouse strain DU6 was established by selection for high
body weight. The mouse strain DUKs is an unselected,
randomly mated control line [17]. Lines DU6i and DUKsi
are inbred lines split from DU6 and DUKs in generation
79 and then full-sib mated for 41 generations. DU6/DU6i
and DUKs/DUKsi lines were bred at the mouse facility of
the FBN, Dummerstorf, Germany (see above and
reviewed in [16,17]). Fixed formula food for laboratoryTable 1 Mouse models used in this study (values are expresse
available)
mouse line model special treatment from
generatio
(m/f)
NMRI fat diet FD:
18% fat
























* aberrantly, data were obtained from 6 animals each.mice (Altromin R 1314: protein 22.5%, fat 5%, raw fiber
4.5%, ash 6.5%, metabolizable energy: 12.5 MJ/kg; Altro-
min GmbH, Lage, Germany) was supplied ad libitum
and fresh tap water was provided. For tissue isolation,
male and female animals were sacrificed at day 45 post
natum (p.n.; male DU6i/DUKsi and female DU6/DUKs
mice) and day 100 p.n. (male and female DU6/DUKs
mice), tissue samples were obtained as described before
(Figure 1). From DUKsi male mice at day 45 additionally
liver and pancreas were taken.
Samples of tissues described above were stored at −80°C
and used for RNA isolation, as described below.
RNA isolation and reverse transcription
For RNA isolation from white (gonadal fat) and brown




sex (n) mean BW at section (g)




48 male (6) -
female (6) -




) 45 female (10) 64.40
+/− 3.24
100 male (15) 104.95
+/− 14.67
0) 100 female (15) 82.17
+/− 8.57
) 45 female (10) 25.03
+/− 2.69
100 male (15) 37.41
+/− 2.57
0) 100 female (15) 35.81
+/− 4.85
45 male (12) 63.18
+/− 5.46
45 male (12) 28.98
+/− 1.93
Figure 1 Overview of investigated mouse models and tissues for DOR expression analysis. For the diet model, NMRI mice were fed diets
with different fat content. In the genetic model, 45 days old male mice from inbred lines DU6i and DUKsi were used (dashed box). All female
animals and 100 days old male mice were DU6 and DUKs animals. The maximum number of animals from which tissues were processed is
added. Exact counts of animals for each processed tissue are listed in Additional files 3 and 5.
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cut, immediately placed into 1 ml of QIAzol Lysis re-
agent, homogenized for 20 s using a rotor-stator
homogenizer and further treated according to the manu-
facturer’s protocol. RNA from Musculus quadriceps
femoris and heart was extracted with RNeasyW Fibrous
Tissue Mini Kit (Qiagen, Hilden, Germany) according to
manufacturer’s instructions. DNase treatment for all
sample types was performed using RNase-Free DNase
Set (Qiagen, Hilden, Germany).
RNA was quantified by spectrophotometry and used for
reverse transcription (500 ng RNA/reaction). Reverse
transcription was performed using OmniscriptW Reverse
Transcription Kit (Qiagen, Hilden, Germany) using a
poly-dT primer, according to the manufacturer’s protocol.
Quantitative real-time PCR (qPCR)
Gene expression was quantified by qPCR using Quanti-
TectW SYBRW Green PCR Kit (Qiagen, Hilden, Germany)
according to the manufacturer’s protocol in an MX4000
light cycler (Stratagene Inc, La Jolla, Canada). 1 μl of
cDNA was used per reaction; reactions were performed
in duplicates. The cycling program consisted of an initial
pre-heating step at 95°C for 15 min, followed by 40 three-
step cycles: 15 s at 95°C, 30 s at 58°C and 30 s at 72°C.
Specificity of the reaction was assessed by melting curves
from 55°C to 95°C. No-template controls were included
to all reactions to confirm absence of contaminations.
Primers used for qPCR, their annealing temperatures
(T°an) and amplification efficiencies are listed in
Additional file 1. Primers for mouse housekeeping genes
were purchased from RealTimePrimers (RealTimePri-
mers.com, Elkins Park, PA, USA). Amplification efficiencies(E) for each primer pair were estimated using formula: E ¼
10 1=slopeð Þ  1 , where slope of standard curve built on ser-
ial 10-fold dilutions was used [18,19].
The data were analyzed using efficiency-corrected
ΔΔCt method of relative quantification (see [20,21] and
MX4000 instructions, Stratagene).
To minimize mistakes caused by improper
normalization, expression of genes of interest was nor-
malized against the geometric mean of multiple normali-
zers (Additional file 1) using recommendations of
Vandesompele et al. (2002) and GeNorm software, cited
in there [20]. The primers used for NMRI mice were
ACTb, B2M and PPIA, for the genetic models we used
ACTb, GUSb and PPIA for normalization.Statistical analysis
All expression data from qPCR of metabolically chal-
lenged mice were normalized with housekeeping genes
and calibrated to reference mice. Normalized data were
analyzed using Welch Two Sample t-tests for independ-
ent samples. We inspected whether the null hypothesis
that the true difference in group means, i.e. animal
group of interest vs. related control group, equals zero
can be rejected at the significance level of 5%. The tests
were conducted in a two-sided fashion but in case of sig-
nificance also for the specific alternative hypotheses, i.e.
true difference in group means being greater than zero
or less, respectively. The differences were considered sig-
nificant in case of p < 0.05, highly significant if p < 0.01
and highest significant if p < 0.001. The t-tests and
graphic constructions were performed using the software
R [22].
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gender, age, obesity model and tissue type matched con-
trol animals, i.e. raised under normal dietary condition
and DUKs(i) strains, respectively, to prove influences of
diet, tissue type and sex on DOR expression levels in dif-
ferent mouse models [23].
Results
DOR expression in different tissue types
DOR is highly transcribed in some insulin-sensitive
tissues like skeletal and heart muscle, while expression
is lower in others like WAT [9]. In pools from RNA of
twelve 45 days old lean male DUKsi mice, DOR expres-
sion levels of heart muscle (HM), brown adipose tissue
(BAT), white adipose tissue (WAT), liver tissue and
pancreas tissue were measured by qPCR. We recon-
firmed that DOR transcription is highest in heart
muscle (Figure 2). Expression of DOR in WAT, BAT
and liver is significantly lower (p < 0.01) and equates ap-
proximately 20% to the expression in heart muscle.
Additionally, DOR expression in pancreas corresponds
approximately to 1.5% of the DOR expression in heart
muscle (p < 0.01).
DOR expression in models of obesity
DOR expression and its changes in different tissues in
models of obesity were investigated in two systems: in
FD and HFD mice and in young and adult mice in a























Figure 2 DOR expression levels in different tissues. DOR
expression levels were measured in different tissues of twelve
45 days old lean male DUKsi mice by qPCR. Expression levels of
brown adipose tissue (BAT), white adipose tissue (WAT), liver tissue
and pancreas tissue are presented as a percentage of the DOR
expression in heart muscle (HM; **p < 0.01). The maximum of
expression in HM corresponds to 100%.DOR expression in FD/HFD mice
In order to investigate changes in DOR expression
caused by high fat diet, 40 days old NMRI mice were fed
two different fat diets (FD: 18% fat or HFD: 80% fat) for
one week. After one week of feeding, weights of the ani-
mals did not differ significantly from starting values
(Table 2). It is noteworthy that food consumption in FD
was generally lower than in ND, with females gaining
less weight in FD, which is in accordance to other stud-
ies [24]. Caloric intake in males was identical between
ND and FD feeding, while female caloric intake declined
in FD (Table 2). We calculated the average food intake
by division of the total food intake by the average weight
during the feeding phase. Average calorie intake has
been calculated accordingly. Female animals consumed
slightly more food and ingested slightly more calories
per gram body weight than male animals in both groups,
control diet and fat diet (Table 2). Weight data for HFD
animals are not available.
At the age of 48 days, DOR expression was assessed
by qPCR in white adipose tissue (WAT) and brown adi-
pose tissue (BAT). Additionally, expression levels were
measured in skeletal muscle (SM) and heart muscle
(HM) (Additional file 2). DOR expression levels were
compared to expression levels in the respective tissues
of control animals (Additional file 3). After feeding the
animals with 18% fat (FD) ad libitum for one week, in
WAT statistically significant up-regulation of DOR was
detected in males (n = 7; p < 0.05). Similar changes were
observed in HM of females (n = 11; p < 0.05).
Feeding an 80% fat diet (HFD) led to more prominent
changes in DOR expression in WAT of HFD females,
with a significant down-regulation of expression (n = 6;
p < 0.01). HFD diet led to a significant increase of DOR
expression in HM of males (n = 6; p < 0.05). In BAT and
SM of male and female mice, changes in DOR expres-
sion were not statistically significant (Additional file 3).
Influences of diet, tissue type and sex on DOR expres-
sion were tested by ANOVA. For diet, there was a gen-
eral effect on DOR expression detected for WAT and
BAT (p < 0.05) (Table 3). Additionally, diet has a signifi-
cant influence on DOR expression in SM of male mice
(p < 0.01) (Figure 3). The expression levels of DOR were
higher in HFD- than in FD-fed animals.
In FD and HFD animals, tissue type also influenced
DOR expression (Figure 4). DOR mRNA levels were
higher in WAT than in BAT of male animals (p < 0.05).
In female mice, DOR expression was higher in BAT
(p < 0.05). Additionally, a general effect was detected for
HM and SM (p < 0.01) (Table 3). In male FD mice, DOR
expression was higher in HM than SM (p < 0.05)
(Additional file 4).
An influence of sex on DOR expression was detected
for BAT and WAT (p < 0.01), which was stronger than
Table 2 Overview of changes in body weight and food consumption in NMRI mice fed a normal diet (ND; 3.3% fat) or
fat rich diet (FD; 18% fat) for one week (values are expressed as mean +/−SD)
diet sex (n) mean BW (g) changes in
BW (g)
FC (g) FC (kJ) FC (g)/
mBW
FC (kJ)/
mBWday 1 day 8
FD 18% fat male (6) 32.02 34.27 + 2.25 35.47 610.03 1.07 18.40
+/− 2.47 +/− 2.24 +/− 0.62 +/− 2.71 +/− 46.63
FD 18% fat female (6) 25.62 25.22 - 0.40 28.28 486.47 1.11 19.14
+/− 1.51 +/− 1.54 +/− 1.98 +/− 3.54 +/− 60.96
ND 3.3% fat male (6) 32.92 33.87 + 0.95 48.07 615.25 1.44 18.42
+/− 1.30 +/− 1.47 +/− 0.79 +/− 6.20 +/− 79.40
ND 3.3% fat female (6) 25.58 27.38 + 1.80 41.98 537.39 1.59 20.29
+/− 1.46 +/− 2.41 +/− 1.24 +/− 6.52 +/− 83.46
Changes in body weight (BW), food consumption (FC) and food consumption expressed as kilo Joule (FC (kJ)) in NMRI mice fed a normal diet (ND; 3.3% fat) or fat
rich diet (FD; 18% fat) for one week; average food intake per gram body weight was calculated as FC(g)/mean body weight (mBW); average calorie intake per
gram body weight was calculated as FC(kJ)/mBW.
Fromm-Dornieden et al. Nutrition & Metabolism 2012, 9:86 Page 6 of 11
http://www.nutritionandmetabolism.com/content/9/1/86the influence of diet. In WAT of FD animals, DOR
expression was significantly higher in male mice than in
female ones (p < 0.001) (Figure 5).
DOR expression in DU6/DU6i and DUKs/DUKsi mice
Four mouse lines were used for this part of the study.
Two of them, long-term selected for increased body
weight (DU6/DU6i), served as models for genetically
predisposed obesity. The other strains (DUKs/DUKsi)
were bred as normal weight controls (see [16,17], Figure 1
and Table 1).
DOR expression was determined in WAT, BAT, SM
and HM in male and female animals at day 45 p.n. and
day 100 p.n., corresponding to juvenile (day 45 p.n.) and
adolescent (day 100 p.n.) life phases. Expression levels in
DU6/DU6i were compared to DUKs/DUKsi mice in tis-
sues of age and sex matched groups (Additional files 5
and 6).
In 45 days old male animals, DOR mRNA levels were
significantly lower in HM of obese (DU6i) mice com-
pared to normal weight (DUKsi) ones (n = 12; p < 0.05).
Conversely, in 100 days old animals, DOR was expressed
significantly higher in HM of male obese DU6 mice
(n = 5; p < 0.05) (see Additional file 5).Table 3 General effects of diet, tissue weight and sex in meta






genetically obese mice (100 days old) tissue
sex
BAT, brown adipose tissue; WAT, white adipose tissue; SM, skeletal muscle; HM, heaIn BAT, DOR expression was higher in obese 100 days
old female DU6 animals compared to normal weight
DUKs ones (n = 5; p < 0.05). In WAT and SM of male
and female DU6/DU6i mice, no statistically significant
difference in expression was found.
Influences of sex and tissue type on DOR expression
were tested by ANOVA. A general influence of sex on
DOR expression was detected for all tissues (p < 0.05)
(Table 3). In HM of 100 days old animals, DOR expres-
sion was significantly higher in male mice than female
ones (p < 0.001), (Figure 5).
In genetically obese animals, tissue type influenced
DOR expression only in WAT and BAT of 45 days old
male mice (Additional file 7). DOR expression was
higher in WAT than in BAT (p < 0.01).
Discussion
Based on the fact that DOR is drastically down-
regulated in SM of obese diabetic Zucker fa/fa rats and
modulates expression of TH controlled genes [9], we
investigated DOR expression in FD/HFD fed mice and
genetically obese mice in different tissues. Differences in
DOR expression were measured in diverse types of adi-
pose and muscle tissue by qPCR. To test short-term
influences on DOR expression by nutritional factors,bolically challenged mice (ANOVA analysis; “NS”



































Figure 3 Influence of diet on DOR expression in SM of male
mice. Influence of different fat rich diets (FD= 18% fat content;
HFD= 80% fat content) over one week ad libitum on DOR
expression was proved by ANOVA. We found significant influence of
diet in SM of male mice in FD and HFD animals (normalized to
control animals). Changes in DOR expression in comparison to

















































Figure 4 Influence of tissue type on DOR expression in mice fed a hig
expression was proved by ANOVA. We found significant influence of tissue
control animals). In male mice DOR expression was higher in WAT while in
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fat content for one week and DOR expression was com-
pared to normal fed animals (Figure 1, Table 1). In SM,
DOR expression was higher in HFD than in FD male
mice (Figure 3). In WAT, DOR expression was increased
compared to BAT in male FD and HFD mice. In con-
trast, expression levels in female mice were higher in
BAT for both dietary conditions (Figure 4).
Additionally, long-term effects on DOR expression
were investigated in genetically obese mice compared to
control animals. For this, tissues were derived from
young (45 days old) and adult (100 days old) animals
(Figure 1, Table 1). DOR expression levels in all tissues
of 100 days old genetically obese animals were mainly
influenced by sex. In HM, DOR expression was higher
in male than female animals (Figure 5).
Here we show that DOR expression varies under the
influence of dietary fat content, tissue type and sex.
Influence of dietary fat content on DOR expression
High fat diets are known to induce significant changes
in the muscle and adipocyte transcriptomes. Even short-
term feeding with a diet containing 45% calories in a



























Fat diet (80%) female mice, p<0.01
h fat diet. Influence of adipose tissue type (BAT and WAT) on DOR
type in male and female mice in FD and HFD animals (normalized to



































100 days old mice HM, p<0.001
Figure 5 Influence of sex on DOR expression in WAT and HM of metabolically challenged mice. Influence of sex on DOR expression in
different tissues was proved by ANOVA. We found significant influence of sex in WAT of FD mice and in HM of 100 days old DU6 animals
(normalized to control animals). In both cases, DOR expression was higher in male than female mice.
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genes are primarily involved in tissue development and
morphogenesis [25]. Long-term (4–6 weeks) feeding
with high fat diets also leads to changes in transcription
of hundreds of genes, mostly related to immune re-
sponse and energy metabolism, both in adipocytes and
muscle cells [25-27].
In this study, we measured DOR expression after one
week of FD or HFD and notably DOR expression levels
already displayed significant changes in WAT and HM.
Via ANOVA we tested whether the type of diet, i.e. FD
and HFD, significantly influences DOR expression in
skeletal muscle tissue of male mice. Expression values
were relative to control mice under ND as described in
“Statistical analysis”. We observed that HFD increased
DOR expression significantly stronger (p < 0.01) com-
pared to the FD as displayed in Figure 3. In WAT and
BAT, we demonstrated an effect of diet in male and fe-
male mice (Figure 4). This might indicate that DOR
plays a role in fighting negative effects of lipotoxicity or
high fat diets in general, influencing thyroid hormone
action or modulating autophagy. The description of
increased TH serum levels in rats fed a HFD promotes
this theory [24]. Additionally, higher thyroid hormone
serum levels in obese than in lean women have been
described [28].
DOR expression has been compared between the stro-
mavascular fraction (SVF) and mature adipocytes inWAT and VAT [29]. In both tissues, expression of DOR
is significantly higher in adipocytes than in the SVF
(GSD2818). It cannot be ruled out that DOR expression
is changed in SVF influencing the growth of fat pads.
This hypothesis is supported by the fact that mutations
in TRα1, the predominant TH receptor type in adipo-
cytes, lead to changes in the size of different fat pads
[30,31].
In rats fed a HFD for 8 weeks, circulating T3 and T4
levels were not elevated [24]. The activity of deiodinase
D1, on the other hand, was increased slightly, while ac-
tivity of D2, which converts T4 into the biologically
much more active T3, was either similar to the control
group or showed reduced activity in BAT. However,
increased serum thyroid stimulating hormone (TSH)
levels were associated with up-regulation of thyroid
function as observed by increased iodide uptake and D1
activity. A shift toward fat oxidation was observed,
which depended mainly on the nutrient composition of
the diet.
Rather than changed T4 or T3 levels in serum, trans-
port, processing and modulation of signaling seem to be
the driving forces behind the effects of TH. Modulation
of TH signaling can be exerted by co-activators/
co-repressors or proteins competing with T3 for binding
sites on responsive promoters. PPARγ was shown to be
down-regulated within hours following TH administra-
tion [32]. Since PPAR and TR proteins bind to similar
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binding of TR to these sites [33]. As DOR interacts with
TRα1 competing with the preferred bonding partner
RXR, it also might modulate genomic response to T3 sig-
naling in the early phase of HFD in vivo.
The type of fat ingested has been shown to have an
impact on health and gene expression and we analyzed
data on DOR expression scanning data in “GEO pro-
files”. In rats fed diets with same caloric values but dif-
ferent fat compositions [34], DOR expression levels were
increased in liver of lard diet fed animals, but not in
others such as olive oil, coconut oil or cod liver oil diet
(GDS1307). In a human study, abdominally overweight
patients were subjected to two different diets: one rich
in saturated fatty acids (SFA) and one rich in mono-
unsaturated fatty acids (MUFA) for 8 weeks [35]. No dif-
ference in DOR expression was detected, neither in the
SFA nor in the MUFA group. Analysis by sex, however,
revealed a positive effect of SFA diet in women, but not
in men (GDS3678), again confirming the importance of
sex on the expression of DOR (see “Influence of sex on
DOR expression”). In a setting to identify genes that
promote weight gain [27], DOR mRNA levels were
found to be significantly higher in the epididymal fat of
high weight gainers than in low weight gainers following
ingestion of a high fat diet (GDS2319).
Fasting, on the other hand, seems to influence DOR
expression in an opposite manner to a fat-rich diet. After
a 24 h fasting period, DOR levels decreased significantly
in WAT, but not in BAT (GDS3135) in rats [36]. Similar
results come from patients who underwent gastric by-
pass that reduced body-weight by approximately 45%
[37]. DOR levels in SM were significantly decreased in
SM of treated women (GDS2089).
Influence of tissue type on DOR expression
In FD (18% fat diet) and HFD (80% fat diet) animals we
detected a significant influence of tissue type on DOR
expression (Figure 4). In male animals, DOR expression
was higher in WAT than in BAT, while in female mice
DOR expression was higher in BAT than in WAT.
Thyroid hormone is an important factor for cold-
induced thermogenesis [38] and TH supports the effects
of norepinephrine on UCP1 expression and brown adi-
pocyte recruitment [39]. Furthermore, T3 has a positive
effect on mitochondrial biogenesis [40]. On the other
hand, it was shown that HFD does not alter circulating
T3 levels but rather the local availability of T3, as dis-
cussed above. Up-regulation of DOR in adipose tissue
might contribute to increased mitochondrial biogenesis
and energy expenditure by increasing the effects of local
T3.
Comparing metabolically challenged mice to reference
animals, it is a very interesting finding that DOR is up-regulated in male and female heart muscle when fed a
FD or HFD (Additional file 3). In the genetic model,
DOR expression is down-regulated in the heart muscle
of DU6i males at day 45 p.n., up-regulated in DU6 males
at day 100 p.n. and not altered in females (Additional file
5). TH plays an important role in cardiac mitochondrial
biogenesis thus increasing myocardial mitochondrial
mass, respiration, OXPHOS enzyme activity, protein
synthesis and others (summarized in [41]). In the heart,
TRα is the predominant form. Hyperthyroidism leads to
increased metabolic rate and increased mitochondrial
biogenesis by up-regulation of nuclear genes encoding
mitochondrial proteins [42].
DOR up-regulation in FD and HFD animals might be
part of an early defense system against effects of lipo-
toxicity by increasing mitochondrial activity and meta-
bolic rate.
In the FD and HFD, as well as the genetic mouse
model, no expression changes were detected in SM, nei-
ther in male nor in female animals (Additional file 3 and
5). DOR, however, was shown to be down-regulated in
SM of obese type 2 diabetes fa/fa rats, before [9]. We
propose that physiological changes conferred by diabetes
rather than the obese condition lead to down-regulation
of DOR. This needs confirmation by measuring DOR in
diabetic animals.
Influence of sex on DOR expression
In this study, we discovered effects of sex on DOR ex-
pression in fat tissue of the diet model and in all tissues
of the genetic model. In the diet model, the effect of sex
was stronger than the effect of diet (Table 3). Male FD
mice showed significantly higher DOR expression in
WAT than female animals (Figure 5). In the genetic
model we found a similar difference in 100 days old
obese mice in HM (Figure 5).
Nearly all common diseases exhibit some degree of
sex bias, often being very dramatic [43]. The distribution
of fat displays a sexual polymorphism with females
depositing relatively more fat in subcutaneous/inguinal
depots whereas males deposit more fat in the intra ab-
dominal (summarized in [44]). Also properties of adipo-
cytes differ between fat depot and sex. In a study by
Macotela et al. (2009), male GAT adipocytes were 60%
larger than those from females [45]. These findings indi-
cate that gene expression needs to be fine-tuned be-
tween diverse fat depots in male and female individuals.
There are several studies confirming this hypothesis.
Yang et al. (2006) compared gene expression in various
tissues in 334 mice. They detected thousands of genes to
be sexually dimorphic in muscle and fat tissue [43].
These genes exhibited highly tissue-specific patterns of
expression and were enriched for distinct pathways. Sex-
ual dimorphisms were also detected for gene expression
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Most of the genes were up- or down-regulated depend-
ing on the fat depot; only 138 genes were commonly
regulated in both sexes. For skeletal muscle, the most
obvious sexual dimorphism is the greater muscle mass
in men [46]. DOR expression might be controlled, at
least in part, by sex hormones as estrogen receptor beta
(ERb) knock-out (Glenmark et al., 2004) leads to
increased DOR expression in skeletal muscle (GDS791).
The dynamics of DOR expression control at the tran-
scriptional level are currently being investigated.
Conclusions
In summary, control of DOR expression is shown to ex-
hibit complex regulation and to depend on dietary fat
content, tissue type and sex. DOR might exert important
effects on the function of certain tissues by gene regula-
tion or via autophagy and counteract adipogenesis in
high fat diets or obesity. Further investigation into differ-
ential DOR expression in tissues where its expression
was shown to vary with respect to obesity is necessary to
uncover DOR’s role in metabolic diseases.
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Additional file 1: Primers used in the study for qPCR. Sequences of
primers used in this study for qPCR with their annealing temperatures (T°
an) and amplification efficiencies.
Additional file 2: DOR expression in mice fed a normal (ND) or fat
rich diet (FD/HFD). 40 days old NMRI mice kept at standard conditions
were administered either a fat diet (FD; 18% fat) or a high fat diet (HFD;
80% fat) for 1 week. Control group animals received a normal fat diet
(ND; 3.3% fat) during all time of the experiment. DOR expression in fat
(WAT, BAT) and muscle (SM, HM) tissues was quantified by qPCR. The
expression data were normalized with housekeeping genes and
calibrated to reference mice. Mean values and standard deviation (sd) per
tissue type, gender and diet group are shown. “n” indicates the number
of animals in each group.
Additional file 3: Changes in DOR expression in mice fed a fat rich
diet (FD/HFD). 40 days old NMRI mice kept at standard conditions were
administered either a fat diet (FD; 18% fat) or a high fat diet (HFD; 80%
fat) for 1 week. Control group animals received a normal fat diet (ND;
3.3% fat) during all time of the experiment. DOR expression in fat and
muscle tissues was quantified by qPCR. All the expression data from
qPCR were normalized with housekeeping genes. Normalized data of FD
and HFD mice were compared to those of ND animals using Welch Two
Sample t-tests for independent samples. “up/down” indicates differences
in DOR expression of FD and HFD mice in comparison to control animals
with respective p-values. “-” indicates that differences were not
significant. “n” indicates the number of animals in each group.
Additional file 4: Influence of tissue type on DOR expression in
male mice fed a fat rich diet (FD, 18% fat content). Influence of
muscle tissue type (HM and SM) on DOR expression was proved by
ANOVA. We found significant influence of tissue type in male mice in FD
animals (normalized to control animals). DOR expression was higher in
HM than in SM.
Additional file 5: DOR expression in fat and muscle tissues of
genetically obese mice. DOR expression was quantified by qPCR in fat
and muscle tissues of genetically obese (DU6/DU6i) and normal (DUKs/
DUKsi) mice of both sexes at the age of 45 or 100 days post natum (p.n.).
All the expression data from qPCR were normalized with housekeepinggenes. Normalized data of DU6/DU6i were compared to those of DUKs/
DUKsi mice using Welch Two Sample t-tests for independent samples.
“up/down” indicates differences in DOR expression of DU6/DU6i mice in
comparison to control animals with respective p-values. “-” indicates that
differences were not significant. “n” indicates the number of animals in
each group.
Additional file 6: DOR expression in genetically obese (DU6/DU6i)
and normal (DUKs/DUKsi) mice. DOR expression was quantified by
qPCR in fat (WAT, BAT) and muscle (SM, HM) tissues of genetically obese
(DU6/DU6i) and normal (DUKs/DUKsi) mice at the age of 45 or 100 days
post natum (p.n.). The expression data were normalized with
housekeeping genes and calibrated to reference mice. Mean values and
standard deviation (sd) per tissue type, gender, age and genetic group
are shown. “n” indicates the number of animals in each group.
Additional file 7: Influence of tissue type on DOR expression in 45
days old male DU6i mice. Influence of adipose tissue type (BAT and
WAT) on DOR expression was proved by ANOVA. We found significant
influence of tissue type in 45 days old male DU6i mice (normalized to
DUKsi mice). DOR expression was higher in WAT than in BAT.
Competing interests
The authors declare that they have no competing interests.
Authors' contributions
CF-D participated in RNA isolation as well as statistical analysis and wrote the
manuscript. OL carried out RNA isolation and qPCR analysis in white as well
as brown adipose tissue and wrote parts of the manuscript. SvdH and LO
performed statistical analysis under the supervision of TB. NB carried out RNA
isolation and qPCR analysis in muscle tissue. SH, JB and FK participated in
expression analysis in adipose and muscle tissue. UR housed, bred and
sacrificed mice. AH, BB and TB co-developed the strategy and edited the
manuscript. BGB conceived the project, supervised experiments, coordinated
the project and edited the manuscript. All authors read and approved the
final manuscript.
Author details
1Institute of Veterinary Medicine, University of Göttingen, Burckhardtweg 2,
37077 Göttingen, Germany. 2Statistical Bioinformatics, Department of Medical
Statistics, University Medical Center Göttingen, Humboldtallee 32, 37073,
Göttingen, Germany. 3DNA Microarray Facility, Department of Developmental
Biochemistry, University of Göttingen, Humboldtallee 23, 37073, Göttingen,
Germany. 4Research Units Genetics & Biometry, Leibniz Institute for Farm
Animal Biology (FBN), Wilhelm-Stahl-Allee 2, 18196, Dummerstorf, Germany.
5Department of Internal Medicine, Metabolic Diseases and Medical Molecular
Biology, Paracelsus Private Medical University Salzburg, Müllner Hauptstr. 48,
5020, Salzburg, Austria.
Received: 16 March 2012 Accepted: 17 September 2012
Published: 21 September 2012
References
1. Obregon M-J: Thyroid hormone and adipocyte differentiation. Thyroid
2008, 18:185–195.
2. Laclaustra M, Corella D, Ordovas JM: Metabolic syndrome
pathophysiology: the role of adipose tissue. Nutr Metab Cardiovasc Dis
2007, 17:125–139.
3. Ukropec J, Ukropcova B, Kurdiova T, Gasperikova D, Klimes I: Adipose tissue
and skeletal muscle plasticity modulates metabolic health. Arch Physiol
Biochem 2008, 114:357–368.
4. Gesta S, Tseng Y-H, Kahn CR: Developmental origin of fat: tracking obesity
to its source. Cell 2007, 131:242–256.
5. Du M, Yan X, Tong JF, Zhao J, Zhu MJ: Maternal obesity, inflammation,
and fetal skeletal muscle development. Biol Reprod 2010, 82:4–12.
6. Dyck DJ, Heigenhauser GJF, Bruce CR: The role of adipokines as regulators
of skeletal muscle fatty acid metabolism and insulin sensitivity. Acta
Physiol (Oxf ) 2006, 186:5–16.
7. Karjalainen J, Tikkanen H, Hernelahti M, Kujala UM: Muscle fiber-type
distribution predicts weight gain and unfavorable left ventricular
geometry: a 19 year follow-up study. BMC Cardiovasc Disord 2006, 6:2.
Fromm-Dornieden et al. Nutrition & Metabolism 2012, 9:86 Page 11 of 11
http://www.nutritionandmetabolism.com/content/9/1/868. Lu C, Cheng S-Y: Thyroid hormone receptors regulate adipogenesis and
carcinogenesis via crosstalk signaling with peroxisome proliferator-
activated receptors. J Mol Endocrinol 2010, 44:143–154.
9. Baumgartner BG, Orpinell M, Duran J, Ribas V, Burghardt HE, Bach D, Villar
AV, Paz JC, González M, Camps M, Oriola J, Rivera F, Palacín M, Zorzano A:
Identification of a novel modulator of thyroid hormone receptor-
mediated action. PLoS One 2007, 2:e1183.
10. Grover GJ, Mellström K, Malm J: Therapeutic potential for thyroid
hormone receptor-beta selective agonists for treating obesity,
hyperlipidemia and diabetes. Curr Vasc Pharmacol 2007, 5:141–154.
11. Linares GR, Xing W, Burghardt H, Baumgartner B, Chen S-T, Ricart W,
Fernández-Real JM, Zorzano A, Mohan S: Role of diabetes- and obesity-
related protein in the regulation of osteoblast differentiation. Am J
Physiol Endocrinol Metab 2011, 301:E40–E48.
12. Malik IA, Baumgartner BG, Naz N, Sheikh N, Moriconi F, Ramadori G:
Changes in gene expression of DOR and other thyroid hormone
receptors in rat liver during acute-phase response. Cell Tissue Res 2010,
342:261–272.
13. Mauvezin C, Orpinell M, Francis VA, Mansilla F, Duran J, Ribas V, Palacín M,
Boya P, Teleman AA, Zorzano A: The nuclear cofactor DOR regulates
autophagy in mammalian and Drosophila cells. EMBO Rep 2010, 11:37–44.
14. Zhang Y, Goldman S, Baerga R, Zhao Y, Komatsu M, Jin S: Adipose-specific
deletion of autophagy-related gene 7 (atg7) in mice reveals a role in
adipogenesis. Proc Natl Acad Sci USA 2009, 106:19860–19865.
15. Yang L, Li P, Fu S, Calay ES, Hotamisligil GS: Defective hepatic autophagy
in obesity promotes ER stress and causes insulin resistance. Cell Metab
2010, 11:467–478.
16. Brockmann GA, Haley CS, Renne U, Knott SA, Schwerin M: Quantitative trait
loci affecting body weight and fatness from a mouse line selected for
extreme high growth. Genetics 1998, 150:369–381.
17. Brockmann GA, Kratzsch J, Haley CS, Renne U, Schwerin M, Karle S: Single
QTL effects, epistasis, and pleiotropy account for two-thirds of the
phenotypic F(2) variance of growth and obesity in DU6i x DBA/2 mice.
Genome Res 2000, 10:1941–1957.
18. Peters IR, Helps CR, Hall EJ, Day MJ: Real-time RT-PCR: considerations
for efficient and sensitive assay design. J Immunol Methods 2004,
286:203–217.
19. Kubista M, Andrade JM, Bengtsson M, Forootan A, Jonák J, Lind K, Sindelka
R, Sjöback R, Sjögreen B, Strömbom L, Ståhlberg A, Zoric N: The real-time
polymerase chain reaction. Mol Aspects Med 2006, 27:95–125.
20. Vandesompele J, De Preter K, Pattyn F, Poppe B, Van Roy N, De Paepe A,
Speleman F: Accurate normalization of real-time quantitative RT-PCR
data by geometric averaging of multiple internal control genes. Genome
Biol 2002, 3:1–12.
21. Frommer M, McDonald LE, Millar DS, Collis CM, Watt F, Grigg GW, Molloy
PL, Paul CL: A genomic sequencing protocol that yields a positive display
of 5-methylcytosine residues in individual DNA strands. Proc Natl Acad Sci
USA 1992, 89:1827–1831.
22. R Development Core Team: R: A language and environment for statistical
computing. R Foundation for Statistical Computing, Vienna, Austria. ISBN
3-900051-07-0, URL http://www.R-project.org/.
23. Chambers J, Freeny A, Heiberger R: Analysis of variance; designed
experiments. In Statistical Models in S. Pacific GRove. California: Wadsworth &
Broos/Cole; 1992.
24. Araujo RL, Andrade BM, Padrón AS, Gaidhu MP, Perry RLS, Carvalho DP,
Ceddia RB: High-fat diet increases thyrotropin and oxygen consumption
without altering circulating 3,5,3’-triiodothyronine (T3) and thyroxine in
rats: the role of iodothyronine deiodinases, reverse T3 production, and
whole-body fat oxidation. Endocrinology 2010, 151:3460–3469.
25. de Wilde J, Mohren R, van den Berg S, Boekschoten M, Dijk KW-V, de Groot
P, Müller M, Mariman E, Smit E: Short-term high fat-feeding results in
morphological and metabolic adaptations in the skeletal muscle of
C57BL/6J mice. Physiol Genomics 2008, 32:360–369.
26. Hageman RS, Wagener A, Hantschel C, Svenson KL, Churchill GA,
Brockmann GA: High-fat diet leads to tissue-specific changes reflecting
risk factors for diseases in DBA/2J mice. Physiol Genomics 2010, 42:55–66.
27. Koza RA, Nikonova L, Hogan J, Rim J-S, Mendoza T, Faulk C, Skaf J, Kozak LP:
Changes in gene expression foreshadow diet-induced obesity in
genetically identical mice. PLoS Genet 2006, 2:e81.28. Bastemir M, Akin F, Alkis E, Kaptanoglu B: Obesity is associated with
increased serum TSH level, independent of thyroid function. Swiss Med
Wkly 2007, 137:431–434.
29. Gesta S, Blüher M, Yamamoto Y, Norris AW, Berndt J, Kralisch S, Boucher J,
Lewis C, Kahn CR: Evidence for a role of developmental genes in the
origin of obesity and body fat distribution. Proc Natl Acad Sci USA 2006,
103:6676–6681.
30. Liu Y-Y, Schultz JJ, Brent GA: A thyroid hormone receptor alpha gene
mutation (P398H) is associated with visceral adiposity and impaired
catecholamine-stimulated lipolysis in mice. J Biol Chem 2003,
278:38913–38920.
31. Ying H, Araki O, Furuya F, Kato Y, Cheng S-Y: Impaired adipogenesis
caused by a mutated thyroid hormone alpha1 receptor. Mol Cell Biol
2007, 27:2359–2371.
32. Weitzel JM, Hamann S, Jauk M, Lacey M, Filbry A, Radtke C, Iwen KAH, Kutz S,
Harneit A, Lizardi PM, Seitz HJ: Hepatic gene expression patterns in thyroid
hormone-treated hypothyroid rats. J Mol Endocrinol 2003, 31:291–303.
33. Weitzel JM, Iwen KA: Coordination of mitochondrial biogenesis by thyroid
hormone. Mol Cell Endocrinol 2011, 342:1–7.
34. Buettner R, Parhofer KG, Woenckhaus M, Wrede CE, Kunz-Schughart LA,
Schölmerich J, Bollheimer LC: Defining high-fat-diet rat models: metabolic
and molecular effects of different fat types. J Mol Endocrinol 2006,
36:485–501.
35. van Dijk SJ, Feskens EJM, Bos MB, Hoelen DWM, Heijligenberg R, Bromhaar
MG, de Groot LCPGM, de Vries JHM, Müller M, Afman LA: A saturated fatty
acid-rich diet induces an obesity-linked proinflammatory gene
expression profile in adipose tissue of subjects at risk of metabolic
syndrome. Am J Clin Nutr 2009, 90:1656–1664.
36. Nakai Y, Hashida H, Kadota K, Minami M, Shimizu K, Matsumoto I, Kato H,
Abe K: Up-regulation of genes related to the ubiquitin-proteasome
system in the brown adipose tissue of 24-h-fasted rats. Biosci Biotechnol
Biochem 2008, 72:139–148.
37. Park J-J, Berggren JR, Hulver MW, Houmard JA, Hoffman EP: GRB14, GPD1,
and GDF8 as potential network collaborators in weight loss-induced
improvements in insulin action in human skeletal muscle. Physiol
Genomics 2006, 27:114–121.
38. Ueta CB, Olivares EL, Bianco AC: Responsiveness to thyroid hormone and
to ambient temperature underlies differences between brown adipose
tissue and skeletal muscle thermogenesis in a mouse model of diet-
induced obesity. Endocrinology 2011, 152:3571–3581.
39. Hernández A, Obregón MJ: Triiodothyronine amplifies the adrenergic
stimulation of uncoupling protein expression in rat brown adipocytes.
Am J Physiol Endocrinol Metab 2000, 278:E769–E777.
40. Weitzel JM, Iwen KAH, Seitz HJ: Regulation of mitochondrial biogenesis by
thyroid hormone. Exp Physiol 2003, 88:121–128.
41. Marín-García J: Thyroid hormone and myocardial mitochondrial
biogenesis. Vascul Pharmacol 2010, 52:120–130.
42. Tanaka T, Morita H, Koide H, Kawamura K, Takatsu T: Biochemical and
morphological study of cardiac hypertrophy. Effects of thyroxine on
enzyme activities in the rat myocardium. Basic Res Cardiol 1985, 80:165–174.
43. Yang X, Schadt EE, Wang S, Wang H, Arnold AP, Ingram-Drake L, Drake TA,
Lusis AJ: Tissue-specific expression and regulation of sexually dimorphic
genes in mice. Genome Res 2006, 16:995–1004.
44. Grove KL, Fried SK, Greenberg AS, Xiao XQ, Clegg DJ: A microarray analysis
of sexual dimorphism of adipose tissues in high-fat-diet-induced obese
mice. Int J Obes (Lond) 2010, 34:989–1000.
45. Macotela Y, Boucher J, Tran TT, Kahn CR: Sex and depot differences in
adipocyte insulin sensitivity and glucose metabolism. Diabetes 2009,
58:803–812.
46. Schiaffino S, Reggiani C: Fiber types in mammalian skeletal muscles.
Physiol Rev 2011, 91:1447–1531.
doi:10.1186/1743-7075-9-86
Cite this article as: Fromm-Dornieden et al.: Extrinsic and intrinsic
regulation of DOR/TP53INP2 expression in mice: effects of dietary fat
content, tissue type and sex in adipose and muscle tissues. Nutrition &
Metabolism 2012 9:86.
